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AMENDMENT 

Tn the Claims 

// 

Please cancel claims 128-145 without prejudice or disclaimer. Please enter the followmg 
new claims 146-161: 



146. (Mew) A method for making a peptide which comprises an HLA-A2.1 restricted 
T cell binding mo^if, said binding motif consisting of 9-10 amino acid residues, and wherein said 
peptide binds an HL^-A2.1 molecule, said method comprising the steps of 

(a) providing an amino acid sequence of an antigen of interest; 

(b) identifyingsy/ithin said sequence a subsequence consisting of 9- 1 0 amino acid 
residues which subsequence^as a first amino acid anchor at position 2 of said subsequence 
selected from the group consis^ig of L, M, I, V, A and T and a second amino acid anchor 
residue at the C-terminus of saidWbsequence selected from the group consisting of A and M; or 

which subsequence has a firk amino acid anchor at position 2 of said subsequence 
selected from the group consisting of IW, A and T and a second amino acid anchor residue at 
the C-terminus of said subsequence select^ from the group consisting of L, V, I, A and M; 

(c) identifying a fragment of saidv^ntigen which contains a subsequence identified in 

step (b); and 

(d) preparing a peptide which contains Wd fragment. 

147. (New) The method of claim 146, whereuKsaid subsequence consists of 9 amino 

acid residues and wherein 

position 1 of said subsequence is not an amino acid sel^ted from the group consisting of 

D, E and P, or 

position 3 or 7 of said subsequence is not an amino acid sele^d from the group 

consisting of D, E, R, K and H, or 

position 6 of said subsequence is not an amino acid selected from'tl^ group consisting of 

R, K and H. 
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148. (New) The method of claim 1 47, wherein 

position l\r 5 of said subsequence is selected from the group consisting of Y, F 
and W, or 

position 4 of said\bsequence is selected from the group consisting of S, T and C, or 
position 7 of said subsfemience is A. 

149. (New) The method\claim 146, wherein the subsequence consists of 10 amino 

acid residues, and wherein 

position 1 of said subsequence is^an amino acid selected from the group consisting of 

D,EandP,or 

position 3 of said subsequence is not an\inino acid selected from the group consistmg of 

DandE, or . 

position 4 of said subsequence is not an amin^cid selected from the group consistmg of 

R, K, H and A, or 

position 5 of said subsequence is not P, or \ 

position 7 of said subsequence is not an amino acid seleXed from the group consisting of 

R,KandH,or \ • • f 

position 8 of said subsequence is not an amino acid selected from the group consistmg of 

D,E,R,KandH,or 

position 9 of said subsequence is not an amino acid selected from the group consisting of 
R,KandH. 

1 50. (New) The method of claim 1 49, wherein 
position 1 of said subsequence is selected from the group consisting of A, Y, f\^d W, or 
position 3 of said subsequence is selected from the group consisting of L, V, I aii(^M, or 
position 4 of said subsequence is G, or 

position 8 of said subsequence is selected from the group consisting of Y, F, W. L, \\I 

and M. 

151. (New) The method of claim 146, wherein said peptide consists of 9-10 amino 

acids. 
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152. (New) The method of claim 151, which further comprises assessing the ability of 
said fragment to bind an HLA-A2.1 molecule to identify at least one fragment which 
successfully binds said HLA-A2.1 molecule. 

1 53. (New) The method of claim 1 52, which further comprises testing for said 
peptide's ability to be recognized by HLA-A2.1 cytotoxic T cells or to stimulate a cytotoxic 
T cell response. 

154. (SNew) A method to design a peptide which consists of less than 1 5 amino acids 
5d which peptid^omprises a subsequence consisting of 9-10 amino acids which binds an 

^HLA-A2.1 moleculeVhich method comprises 

(a) providink an amino acid sequence of an antigen of interest; 
' (b) identifyingVithin said sequence an amino acid subsequence consisting of 9-10 

. amino acid residues which siibsequence has a first amino acid anchor at position 2 of said 
' subsequence selected from theVup consisting of L, M, I, V, A and T and a second amino acid 
\ anchor at the C-terminus of said s^sequence selected from the group consisting of A and M; or 
which subsequence has a firXamino acid anchor at position 2 of said subsequence 
selected from the group consisting of iV A and T and a second amino acid anchor at the 
C-terminus of said subsequence selected fimn the group consisting of L, V, I, A and M; 

(c) identifying a fragment of saidWtigen which contains a subsequence identified in 

step (b); and 

(d) designing a peptide which comprise^said fragment. 

155. (New) A peptide designed by the method of claim 154, wherein the peptide 
consists of 9-10 amino acids. 

1 56. (New)\he method of claim 1 54, wherein said subsequence consists of 9 amino 
residues and wherei 

position 1 of said s^sequence is not an amino acid selected from the group consisting of 
D, E and P, or 
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position 3 or 7 of said subsequence is not an amino acid selected from the group 
consisti\g of D, E, R, K and H, or 

position 6 of said subsequence is not an amino acid selected from the group consisting of 

R,KandH\ 

1 57. vNew) The method of claun 1 56, wherein 

position\, 3 or 5 of said subsequence is selected from the group consisting of Y, F 
and W, or 

position 4 o\said subsequence is selected from the group consisting of S, T and C, or 
position 7 of s^id subsequence is A. 

158. (New) mmethod of claim 154, wherein the subsequence consists of 10 amino 

acid residues, and wherein 

position 1 of said subsequence is not an amino acid selected from the group consisting of 

D, E and P, or 

position 3 of said subseqiWce is not an amino acid selected from the group consisting of 
D and E, or 

position 4 of said subsequencXjs not an amino acid selected from the group consisting of 

R, K, H and A, or 

position 5 of said subsequence is n\)t P, or 

position 7 of said subsequence is no\in amino acid selected from the group consisting of 
R, K and H, or 

position 8 of said subsequence is not an^^ino acid selected from the group consisting of 
D, E, R, K and H, or 

position 9 of said subsequence is not an ami\o acid selected from the group consisting of 
R,KandH. 

1 59. (New) The method of claim 158, wherein 
position 1 of said subsequence is selected from the ^oup consisting of A, Y. F and W, or 
position 3 of said subsequence is selected from the group consisting of L, V, I and M, or 
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position 4 of said subsequence is G, or 

position 8 of said subsequence is selected from the group consisting of Y, F, W, L, V, I 
and M. \ 

1 60. (n\w) An isolated peptide of less than 1 5 amino acids and which comprises an 
HLA-A2.1 binding\notif of 9-10 amino acids in length; 

wherein said Binding motif has a first amino acid anchor at position 2 of said motif which 
is I, and a second amino acid anchor at the C-terminus of said motif which is V, I, A or M; or 

wherein said binWg motif has a first amino acid anchor at position 2 of said motif which 
is V, and a second amino \cid anchor at the C-terminus of said motif which is L, V, I or M; or 

wherein said bindinkmotif has a first amino acid anchor at posifion 2 of said motif which 
is A, and a second amino acid\anchor at the C-terminus of said motif which is L, V or M; or 

wherein said binding mXtif has a first amino acid anchor at position 2 of said motif which 
is T, and a second amino acid anchor at the C-terminus of said motif which is L, I or M; or 

wherein said binding motif\as a first amino acid anchor at position 2 of said motif which 
is L, and a second amino acid anchor\t the C-terminus of said motif which is M; or 

wherein said binding motif has aSfirst amino acid anchor at position 2 of said motif which 
is M, and a second amino acid anchor at ttte C-terminus of said motif which is A or M; and 

wherein a peptide that consists of saiVbinding motif ehcits a CTL iresponse when 
complexed with said HLA-A2. 1 molecule. \ 

161 . (New) An isolated peptide of claim ^0, wherein said peptide has the sequence 
KVAELVHFL. 
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